ABSTRACT Genetic characterization of wild-type measles virus (MV) strains is a critical component of measles surveillance and molecular epidemiology. We have obtained complete genome sequences of six MV strains belonging to different genotypes, using random-primed next generation sequencing.
6-nucleotide insertion, giving rise to a full genome length of 15,900 nt and complying with the rule of six for replication competency in MV (12) . These sequence data will provide a useful reference for measles surveillance and for studies to better understand MV evolution and biology. Accession number(s). The MV sequences described in this study have been deposited in GenBank under the accession numbers MG912589 to MG912594.
